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Proteomics sample preparation
We prepared our samples for proteomic analysis in line with the previously published GASP protocol (1,2). The glandular tissue was first macerated using a clean pestle for a timed interval of one minute. To lyse the cells, we added 25µl of Pierce RIPA (Radioimmunoprecipitation Assay) Buffer, which we dripped over the pestle to flush residual tissue back into the sample. Next, we incubated the lysate with 50mM of the reducing agent DTT (Dithiothreitol) for approximately 10 to 20 minutes. To this, we added at room temperature an equal volume of 40% acrylamide/Bis solution (37.5:1 National Diagnostics) to facilitate cysteine alkylation to propionamide. Next, we added 5µl of 10% APS (ammonium persulphate) and an equivalent quantity of TEMED (tetramethylethylenediamine) to trigger the polymerization of acrylamide and form a gel plug. This plug was subsequently shredded via centrifugation through a membrane-less Spin-X filter insert (CLS9301, Sigma/Corning). Gel-fragments from this process were fixed in 40% ethanol/5% acetic acid before washing with a solution of 50mM ammonium bicarbonate, 1.5M Urea, and 0.5M Thiourea, which was then removed with acetonitrile. 250µl of dilute trypsin (Promega) was next added and the solution left at 37°C overnight to promote digestion of the immobilised peptides. The resulting peptides were extracted via two repeated ACN (acetonitrile) replacements, dried, desalted in Sola SPE columns (Thermo), and then suspended in 0.1% FA (formic acid), 2% ACN before LC-MS/MS (liquid chromatography-mass spectrometry/mass spectrometry) analysis.
LC-MS/MS.
For peptide analysis, we used a LC-MS/MS platform composed of a Dionex Ultimate 3000 and a Q-Exactive mass spectrometer (Thermo). Peptide loading took place in a solution of 0.1% TFA (trifluoroacetic acid) in 2% ACN on a trap column (PepMAP C18, 300µm x 5m, 5µm particle, Thermo). For separation, we used an easy spray column (PepMAP C18, 75µm x 500m, 2µm particle, Thermo) with a gradient 2% ACN to 35% ACN in 0.1% FA in 5% DMSO (dimethyl sulphoxide). For MS spectra collection, we used a resolution of 70,000 in profile mode on the Q-Exactive (ion target = 3x10 6 ). We selected the top 15 most intense features selected for subsequent MS/MS analysis (resolution of 17,500). The following parameters were set: dynamic exclusion = 27 seconds; AGC target = 1x10
5 ; isolation width = 1.6m/z; and maximum acquisition time = 100ms. Figure S4 . A regression of first male paternity share against latency to remating by Dad-(blue) and control-(red) mated females secondarily mated to a standardised competitor. nDad=190, ncontrol=173, pooled across 6 blocks. Confidence intervals drawn at the 95% level. Significant effect of genotype (p=0.001), but not of latency (p=0.608) nor the interaction between them (p=0.567). 
MS data processing.
